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increase accuracy of identifying mRNA
isoforms from RNA-seq data’
Yuting Ye1 and Jingyi Jessica Li2,3*
Unfortunately, the original version of this article [1]
contained an error. The authors noted an error only in
the HTML version of their article. The equation (8) has
a typo in it. It is shown as:
D V; n ; W Hð Þ
However it should be shown as the following:
D V; W Hð Þ
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